The translation of the DNA nucleotides that we sequenced into amino acids yielded a protein consisting of 396 amino acids which showed 95 % identity with M.tuberculosis elongation factor, 80% with M.luteus elongation factor and 75% with E.coli elongation factor but only 94% identity with the other deduced sequence of M.leprae elongation factor. The apparent discrepancy between amino acid identities (94%) and nucleotides sequence homologies (99.5 %) of the tuf genes from the two different M. leprae strains is due to that in the M.leprae human sequence a G at position 493 is missing in comparison to our sequence, resulting in a shift in codon reading on a stretch of 24 amino acids which have little homology with other corresponding sequences (Figure 1 ). An additional C at position 564 rectifies this frame shift. The sequence that we report here with this G at position 493 and without the C at basis 564, resulted in a translation of 24 aminoacids with a high homology with other sequences ( Figure  1 ). With this correction the amino acids sequences of the two M.leprae tuf genes are 100% homologous. :
The sequences up stream (92/93 identical basis) and down stream (93/95 identical basis) were 98.9% and 97.9% homologous which also support the near identity of the two bacterial strains. The data that we present here add further proof of the identity of M.leprae whether isolated from Man (2, 7) or from naturally infected monkey.
